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Proper Citation

Biostrings (RRID:SCR_016949)

Resource Information

URL.: https://bioconductor.org/packages/release/bioc/html/Biostrings.html

Proper Citation: Biostrings (RRID:SCR_016949)

Description: Software package for efficient manipulation of biological strings. Memory
efficient string containers, string matching algorithms, and other utilities, for fast manipulation
of large biological sequences or sets of sequences.

Resource Type: sequence analysis software, software resource, data analysis software,
software application, data processing software

Keywords: manipulation, biological, string, memory, efficient, container, sequence, set,
DNA, RNA, protein

Funding:

Availability: Free, Available for download, Freely available
Resource Name: Biostrings

Resource ID: SCR_016949

Alternate URLSs:
https://web.stanford.edu/class/bios221/labs/biostrings/lab_1_biostrings.html

License: Artistic 2.0
Record Creation Time: 20220129T080332+0000

Record Last Update: 20250521T061656+0000
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Ratings and Alerts
No rating or validation information has been found for Biostrings.

No alerts have been found for Biostrings.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 148 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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